MITOGENOME ANNOUNCEMENT
The complete chloroplast genome of Leucosceptrum canum, a monotypic species Leucosceptrum canum Smith is a small tree belonging to tribe Pogostemoneae of the family Lamiaceae and mainly distributed in the temperate Himalayans, Burma, China, and Nepal (Wu 2001; Hansen et al. 2007 ). The species has important economic values, it is an honey plant and is used as an insecticidal agent (Choudhary et al. 2004) , rarely attacked by herbivores and pathogens (Luo et al. 2013 ). The species is a monotypic genus in Leucosceptrum (Li and Hedge 1994) . To better understanding systematics of the species and provide scientific basis for the rational utilization and development of L. canum resource, we sequenced and assembled the complete chloroplast genome of it for the first time.
Fresh leaves of L. canum were collected from Kunming Botanic Garden (Yunnan, China). The voucher specimens of L. canum were deposit in the Herbarium of Yunnan Normal University (accession number: CX 187023). Genomic DNA was isolated using a modified CTAB method (Porebski et al. 1997) and then fragmented and used to construct short-insert libraries (300 bp) following the manufacture's protocol (Illumina Inc., USA), and then paired-end sequenced on an Illumina Hiseq X Ten sequencer. The filtered reads (ca. 31.4 million) were assembled using the program NOVOPlasty v2.7.2 (Dierckxsens et al. 2016 ) with complete chloroplast genome of its close relative Pogostemon stellatus (Lour.) Kuntze as reference (GenBank accession No: NC_031434). The assembled chloroplast genome was annotated using GeSeq (Tillich et al. 2017) .
The complete chloroplast genome of L. canum is assembled to 152,739 bp in length with an average coverage of 594 and GC content of 38.3% (GenBank accession MK681767). The assembled genome containing a large single copy (LSC) region of 83,968 bp, a small single copy (SSC) region of 17,513 bp, and a pair of inverted repeats (IRs) regions of 25,629 bp. In total, there are 126 genes, 82 protein-coding genes (CDS), 36 tRNAs, and eight rRNAs are annotated in the plastome, with 111 unique genes, 77 unique CDSs, 39 unique tRNAs, and four unique rRNAs.
To further determine the phylogenetic position of L. canum with the relative genus with fully sequenced chloroplast genomes, we downloaded 43 Labiatae species with chroloplast genome from Genbank. The whole chloroplast genome sequence of these species were aligned using MUSCLE (Edgar 2004) ; the maximum-likelihood (ML) tree was constructed using IQ_TREE v1.6.10 (Nguyen et al. 2015) ; best-fitted model according to Bayesian information criterion is TVM þ FþR3 using ModelFinder (Kalyaanamoorthy et al. 2017) ; branch supports were tested using ultrafast bootstrap (UFBoot) (Hoang et al. 2018 ) and SH-like approximate likelihood ratio test (SHAlrt) (Guindon et al. 2010 ) with 10,000 replicates. The phylogenetic tree shown that L. canum is nested in the monophyletic clade of tribe Pogostemoneae, confirmed the delimitation of L. canum in tribe Pogostemoneae. Moreover, other topological structures shown by our phylogenetic tree generally in agreement with previously phylogenetic studies of Lamiaceae (Bendiksby et al. 2011) (Figure 1 ).
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